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Compare Genomic Sequences^ — 

FASTA searches a protein or DNA sequence data bank 
version 3.3t05 March 30, 2000 

^R- Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 

/tmp/fastaCAA0eaa3V: 3753 nt 
>hSEC_6 

■vs /tmp/fastaDAAleaa3V library 
searching /tmp/fastaDAAleaa3V library 

4550 residues in 1 sequences 
FASTA (3 34 January 2000) function [optimized, + 5Z-4 matrix (5:-4)] ktup: 6 

join: 91, opt: 76, gap-pen: -16/ -4, width: 16 

Scan time: 0.116 opt 
The best scores are: Mc;( . m rfl 11374 

gi|27435854|gb|AF216967.l| Homo sapiens putati 4550 f 11374 
gi|27435854|gb|AF216967.l| Homo sapiens putati (4550) Irj 

»gi|27435854|gb|AF216967.1| Homo sapiens putative vascu (4550 nt) 
init-n- 11373 initl: 11373 opt: 11374 

94^7% identity in 2534 nt overlap (1220-3753:1552-4085) 

1100 1200 1210 1220 1230 1240 

hSEC^6 CTGTTACTAACAGAATCGATAAACAAAGGAATGATGGAATTATCTATAGAA 

gi |274 CCAGCTGTGCAGACCTGGGGACCCTCTGTCAAGATGGAATTATCTATAGAATATCCGTAG 
y 1 1530 1540 1550 1560 1570 IbBU 

1260 1270 1280 1290 1300 

hSEC_6 TGATTC AGAACATCCTTCGTCACCCTGAGGTAAAAGTACAGAGCAAGGTGGCAGAATGGC 

oi I 274 TGATTCAGAACATCCTTCGTCACCCTC 

91 1590 1600 1610 1620 1630 1640 

1310 1320 1330 1340 1350 1360 

hSEC_6 TCAATTCAACCTTCCAAAATTGGAACTAC ACGGTTTATGTCGTTAATATC AGTTTTCACC 

gi I 274 TCAATTCAACCTTCCAAAATTGGAACTACACGGTTTATGTCGTTAATATC 
9 1 1650 1660 1670 1680 1690 1700 

nvn 138 0 1390 1400 1410 1420 

hSEC_6 TGAGTGCTGGAGAGGACAAGATTAAAGTCAAGAGAAGCCTTGAGGATGAGCCAAGGTTGG 

gi I 274 TGGGTGCTGGAGAGGACAAG^ 

y 1 1710 1720 1730 1740 1750 1760 

,«„ 1440 1450 1460 1470 1480 

hSEC_6 TGCTTTGGGCCCTTCTAGTTTACAATGCTACCAACAATACTAATTTAGAAGGAAAAATCA 

ai I 274 TGCTTTGGGCCCTTCTAGTTTACAATGCTACCAAC 

y 1 1770 1780 1790 1800 1810 1820 

iaqo 1500 1510 1520 1530 1540 

hSEC_6 TTC AGC AGAAGCTCCTAAAAAATAATGAGTCCTTGGATGAAGGCTTGAGGCTACATAC AG 

gi I 274 TTCAGCAGAAGCTCCTAAAAAATAATGAG^ 

9 1 1830 1.840 1850 I860 1870 1880 

1550 1560 1570 1580 1590 1600 
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hS Ed6 TGAATGTGAGACAACTGGGTCATTGTCTTGCCATGGAGGAACCCAAAGGCTACT^^ 
gl | 274 TGAATGTGAGACAACTGG^ 

16 20 1630 1640 1650 1660 

hSEC 6 Ltctatc^aaccttctgaatacgttcttccttgtccagacaagcctggcttttctgctt 

gi , 2 ; sips 

1s7n 1680 1690 1700 1710 1720 

hSEC 6 CTCGGATATGTTTTTACAATGCTA 

gil2 74 

1740 1750 1760 1770 1780 

hSEC^.6 TCTCC AACTGTTTAAAAGAAGC AAATGAAGTTGCTAACC^ 

gi I 274 TTTCCAATTGCTCAAGGGAAGCAAATGAAGTTGCCAA 

' 2070 2080 2090 2100 2110 2120 

n7 q n 1800 1810 1820 1830 1840 

hSEc'6 ATGGGCAGAACTTAACCTCAGCCAATATTACCAACAWGTGGAACAGGTCAAAAGAATTG 

gi ,274 ATGGGCAGACATTA™ 

iflsn i 860 1870 1880 1890 1900 

hSEC^6 TGAATAAAGAAGAAAACATTGATATAACACTTGGCTCAACTCTAATG 

gi | 274 TAAATAAAGAGGAAAACATTGATATAACACTTC 

1 2190 2200 2210 2220 2230 

iQin 1920 1930 1940 1950 I960 

hSEC_6 ATATCTTAAGCAGTTCAGACAGTGACTTGCTTGAGTCATCTTCTGAAGCTTTAAAAACAA 

gi ,274 

■xann 1980 1990 2000 2010 2020 

hSEC_rTTGATGAATTGGCCTTCAAGATAGACCTAAATAGCACATCACATGTGAATATTACAACTC 

gi I 274 TTGATGAATTGGCCTTCAAGA^ 

y 1 2310 2320 2330 2340 2350 2JbU 

o^n 2040 2050 2060 2070 2080 

hSEC^6 GGAACTTGGCTCTCAGCGTATCATCCCTGTT^ 

gi | 274 GGAATCTGGCTCTTGGTGTTTCATCCCTGTCCCCAG 

y 1 2370 2380 2390 2400 2410 

9nqn 2100 2110 2120 2130 2140 

hSEC^6 GCATTGGTCTTCCAAGCAATAATGAATCGTATT^ 

gi | 274 GCATCGGTCTTCCAAGCAATAATGAATCCTA^ 

y 1 2430 2440 2450 2460 2470 24»u 

2150 2160 2170 2180 2190 2200 
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hSEC_6 



TGGATCCACTGGCATCTGTAATTTTGCCTCCAAACTTACTTGAGAATTTAAGTCCAGAAG 

ail 274 TGGATCCATTGGCTTCCCT^ 
y 1 2490 2500 2510 2520 2530 2540 

ooin 2220 2230 2240 2250 2260 

hSEC_6 ATTCTGTATTAGTTAGAAGAGCACAGTTTACTTTCTTCAACAAAACTGGACTTTTCCAGG 

ai I 274 ATTCTGTATTAGTTAAAAGAG^ 

9 1 2550 2560 2570 2580 2590 2600 

2270 2280 2290 2300 2310 2320 

hSEC_6 ATGTAGGACCCCAAAGAAAAACTTTAGTGAGTTATGTGATGGCGTGCAGTATTGGAAACA 

ai I 274 ATGTAGAAACCCAGAAAGGCACCTTAGTGAGTTACGTGATGGCATGCAGTATTGGAAACA 
y 1 2610 2620 2630 2640 2650 2660 

2330 2340 2350 2360 2370 2380 

hSEC_6 TTACTATCCAGAATCTGAAGGATCCTGTTCAAATAAAAATCAAACATACAAGAACTCAGG 

ai I 274 TTACCATCCGGGATCTGAAGGATCCTGTTCGAATTAAAATCAAACATACAACAACTCAGG 
91 2670 2680 2690 2700 2710 2720 

2390 2400 2410 2420 2430 2440 

hSEC_6 AAGTGCATCATCCCATCTGTGCCTTCTGGGATCTGAACAAAAACAAAAGTTTTGGAGGAT 

ai I 274 CAGkcCTCATCCCATCTGTGCCTTCTGGGATCTGAACAAAAACGAAGGTTCGGGATTTT 
1 2730 2740 2750 2760 2770 2780 

2450 2460 2470 2480 2490 2500 

hSEC_6 GGAACACGTCAGGATGTGTTGCACACAGAGATTCAGATGCAAGTGAGACAGTCTGCCTGT 

ai I 274 GGAACACATCAGGATGTGACGCACACAGAGATTCAGACACAAACCAGACGATCTGCCTGT 
9 1 2790 2800 2810 2820 2830 2840 



2510 2520 2530 2540 2550 2560 

hSEC_6 GTAACCACTTCACACACTTTGGAGTTCTGATGGACCTTCCAAGAAGTGCCTCACAGTTAG 

ai I 274 GTAACCACCTCACACACTTTGGCGTTCTCATGGACCTTCCAAGAACCGCCTCACAGTTAG 
9 1 2850 2860 2870 2880 2890 2900 

2570 2580 2590 2600 2610 2620 

hSEC_6 ATGCAAGAAACACTAAAGTCCTCACTTTCATCAGCTATATTGGGTGTGGAATATCTGCTA 

ai I 274 ATGCAAAAAACACTAAAGTTCTCACCTTCATCACCTATATTGGTTGCGGAATATCTGCTA 
9 1 2910 2920 2930 2940 2950 2960 

2630 2640 2650 2660 2670 2680 

hSEC_6 TTTTTTCAGCAGCAACTCTCCTGACATATGTTGCTTTTGAGAAATTGCGAAGGGATTATC 

ai I 274 TTTTTTCAGCAGCTACTCTCCTGACATATGTTGCTTTTGAGAAATTGCGAAGGGATTATC 
1 2970 2980 2990 3000 3010 3020 

2690 2700 2710 2720 2730 2740 

hSEC_6 CCTCCAAAATCTTGATGAACCTGAGCACAGCCCTGCTGTTCCTGAATCTCCTCTTCCTCC 

ai I 274 CCTCCAAAATCTTGATCAACCTGAGCACAGCCCTGCTGTTCCTAAATCTCATCTTC^ 
1 3030 3040 3050 3060 3070 3080 

2750 2760 2770 2780 2790 2800 
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hSEC_6 TAGATGGCTGGATCACCTCCTTCAATGTGGATGGACTTTGCATTGCTGTTGCAGTCCTGT 

gi | 274 TGGATGGCTGGATCACCTCCTTCAATGTGGATGGACTCTGCACCGCCGTTGCAGCCCTGC 
3090 3100 3110 3120 3130 3140 

2810 2820 2830 2840 2850 2860 

hSEC_6 TGCATTTCTTCCTTCTGGCAACCTTTACCTGGATGGGGCTAGAAGCAATTCACATGTACA 

gi I 274 TGCATTTCTTCCTTCTGGCAACCTTTACCTGGATGGGGCTAGAAGCAATTCACATGTACA 
3150 3160 3170 3180 3190 3200 

2870 2880 2890 2900 2910 2920 

hSEC_6 TTGCTCTAGTTAAAGTATTTAACACTTACATTCGCCGATACATTCTAAAATTCTGCATCA 

gi I 274 TCGCTCTGGTTAAAGTTTTTAACACTTACATTCGCCGATACATACTGAAATTCTGCATCC 
3210 3220 3230 3240 3250 3260 

2930 2940 2950 2960 2970 2980 

hSEC_6 TTGGCTGGGGTTTGCCTGCCTTAGTGGTGTCAGTTGTTCTAGCGAGCAGAAACAACAATG 

gi I 274 TTGGCTGGGGTCTGCCTGCCTTAGTTGTGTCCATTGTTCTAGCGAGCAGAAACCAAAATG 
3270 3280 3290 3300 3310 3320 

2990 3000 3010 3020 3030 3040 

hSEC_6 AAGTCTATGGAAAAGAAAGTTATGGGAAAGAAAAAGGTGATGAATTCTGTTGGATTCAAG 

gi I 274 AAGTCTATGGAAAAGAGAGTTATGGAAAAGAACAAGGTGATGAATTCTGTTGGATTCAAG 
3330 3340 3350 3360 3370 3380 

3050 3060 3070 3080 3090 3100 

hSEC_6 ATCCAGTCATATTTTATGTGACCTGTGCTGGGTATTTTGGAGTCATGTTTTTTCTGAACA 

gi | 274 ATCCAGTCATATTTTATGTGACCTGTGCTGGGTATTTTGGAGTCATGTTTTTTCTGAACA 
3390 3400 3410 3420 3430 3440 

3110 3120 3130 3140 3150 3160 

hSEC_6 TTGCCATGTTCATTGTGGTAATGGTGCAGATCTGTGGGAGGAATGGCAAGAGAAGCAACC 

gi | 274 TTGCCATGTTCATTGTGGTAATGGTGCAGATCTGTGGGAGGAATGGCAAGAGAAGCAACC 
3450 3460 3470 3480 3490 3500 

3170 3180 3190 3200 3210 3220 

hSEC_6 GG AC C C TGAG AG AAG AAGTGTT AAGG AACC TGC GC AGTGTGGTT AGC TTG AC C TTTC TGT 

gi | 274 GG AC C C TGAG AG AAG AAGTGTT AAGG AACC TGC GC AGTGTGGTT AGC TTG AC C TTTC TGT 
3510 3520 3530 3540 3550 3560 

3230 3240 3250 3260 3270 3280 

hSEC_6 TGGGCATGACATGGGGTTTTGCATTCTTTGCCTGGGGACCCTTAAATATCCCCTTCATGT 

gi I 274 TGGGCATGACATGGGGTTTTGCATTCTTTGCCTGGGGACCCTTAAATATCCCCTTCATGT 
3570 3580 3590 3600 3610 3620 

3290 3300 3310 3320 3330 3340 

hSEC_6 ACCTCTTCTCCATCTTCAATTCATTACAAGGCTTATTTATATTCATCTTCCACTGTGCTA 

gi I 274 ACCTCTTCTCCATCTTCAATTCATTACAAGGCTTATTTATATTCATCTTCCACTGTGCTA 
3630 3640 3650 3660 3670 3680 

3350 3360 3370 3380 3390 3400 
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hSEC_6 TGAAGGAGAATGTTCAGAAACAGTGGCGGCGGCATCTCTGCTGTGGTAGATTTCGGTTAG 

gi | 274 TGAAGGAGAATGTTCAGAAGCAGTGGCGGCGGCATCTCTGCTGTGGTAGATTTCGGTTAG 
3690 3700 3710 3720 3730 3740 

3410 3420 3430 3440 3450 3460 

hSEC_6 CAGATAACTCAGATTGGAGTAAGACAGCTACCAATATCATCAAGAAAAGTTCTGATAATC 

gi | 274 CAGATAACTCAGATTGGAGTAAGACAGCTACCAATATCATCAAGAAAAGTTCTGATAATC 
3750 3760 3770 3780 3790 3800 

3470 3480 3490 3500 3510 3520 

hSEC_6 TAGGAAAATCTTTGTCTTCAAGCTCCATTGGTTCCAACTCAACCTATCTTACATCCAAAT 

gi | 274 TAGGAAAATCTTTGTCTTCAAGCTCCATTGGTTCCAACTCAACCTATCTTACATCCAAAT 
3810 3820 3830 3840 3850 3860 

3530 3540 3550 3560 3570 3580 

hSEC_6 CTAAATCCAGCTCTACCACCTATTTCAAAAGGAATAGCCACACAGACAGTGCTTCCATGG 

gi | 274 CTAAATCCAGCTCTACCACCTATTTCAAAAGGAATAGCCACACAGACAGTGCTTCCATGG 
3870 3880 3890 3900 3910 3920 

3590 3600 3610 3620 3630 3640 

hSEC_6 ACAAGTCCTTGTCAAAACTGGCCCATGCTGATGGAGATCAAACATCAATCATCCCTGTCC 

gi | 274 ACAAGTCCTTGTCAAAACTGGCCCATGCTGATGGAGATCAAACATCAATCATCCCTGTCC 
3930 3940 3950 3960 3970 3980 

3650 3660 3670 3680 3690 3700 

hSEC_6 ATCAGGTCATTGATAAGGTCAAGGGTTATTGCAATGCTCATTCAGACAACTTCTATAAAA 

gi | 274 ATCAGGTCATTGATAAGGTCAAGGGTTATTGCAATGCTCATTCAGACAACTTCTATAAAA 
3990 4000 4010 4020 4030 4040 

3710 3720 3730 3740 3750 

hSEC_6 ATATTATCATGTCAGACACCTTCAGCCACAGCACAAAGTTTTAA 



gi | 274 ATATTATCATGTCAGACACCTTCAGCCACAGCACAAAGTTTTAATGTCTTTAAGAAAAAG 
4050 4060 4070 4080 4090 4100 

g i | 2 7 4 AAATC AATCTGC AGAAATGTGAAGATTTGC AAGC AGTGTAAACTGC AACTAGTGATGTAA 
4110 4120 4130 4140 4150 4160 

>>gi | 27435854 | gb| AF216967 . 1 | Homo sapiens putative vascu (4550 nt) 
rev-comp initn: 72 initl: 72 opt: 72 
88.889% identity in 18 nt overlap (3121-3104:3436-3453) 

3150 3140 3130 3120 3110 3100 

hSEC_- TCCTCCCACAGATCTGCACCATTACCACAATGAACATGGCAATGTTCAGAAAAAACATGA 



gi | 2 74 GTGCTGGGTATTTTGGAGTCATGTTTTTTCTGAACATTGCCATGTTCATTGTGGTAATGG 
3410 3420 3430 3440 3450 3460 

3090 3080 3070 3060 3050 3040 

hSEC_- CTCCAAAATACCCAGCACAGGTCACATAAAATATGACTGGATCTTGAATCCAACAGAATT 

gi | 274 TGCAGATCTGTGGGAGGAATGGCAAGAGAAGCAACCGGACCCTGAGAGAAGAAGTGTTAA 
3470 3480 3490 3500 3510 3520 
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3753 residues in 1 query sequences 
4550 residues in 1 library sequences 
Scomplib [version 3.3t05 March 30, 2000] 

start: Fri Aug 29 16:19:07 2003 done: Fri Aug 29 16:19:08 2003 
Scan time: 0.116 Display time: 0.200 

Function used was FASTA 
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AF216967 4550 bp mRNA linear PRI 31-DEC-2002 

Homo sapiens putative vascular inducible G protein-coupled receptor 
(VIGR) mRNA, complete cds. 
AF216967 

AF216967.1 GI:27435854 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 4550) 

Stehlik,C, Dorf leutner , A. , Binder # B.R. andLipp,J. 

VIGR - a novel inducible G protein-coupled receptor with an 

extended N-terminal domain: Selected by a screening method specific 

for secretory and membrane proteins 

Unpublished 

2 (bases 1 to 4550) 

Stehlik,C, Dorf leutner , A. , Binder, B.R. and Lipp # J. 
Direct Submission 

Submitted ( 16-DEC-1999 ) Vascular Biology and Thrombosis Research, 
University of Vienna, Brunnerstrasse 59, Vienna A1235, Austria 

Location/Qualifiers 

1. .4550 

/organism="Homo sapiens" 

/ mo 1_ t ype = " mRNA " 

/ db_xr e f = " t axon : 9 6 0 6 " 

/chromosome= " 6 " 

/cell_type=" endothelial " 

/ 1 i s sue_type= "vein " 

1. .4550 

/gene="VIGR" 

417. .4085 

/ gene =" VIGR" 

/codon_start=l 

/product="putative vascular inducible G protein-coupled 
receptor" 

/protein_id= " AAO13250 . 1 " 
/db_xref="GI: 27435855" 

/ trans la tion= " MMFRSDRMWSCHWKWKPSPLLFLFALYIMCVPHSVWGCANCRW 
LSNPSGTFTSPCYPNDYPNSQACMWTLRAPTGYIIQITFNDFDIEEAPNCIYDSLSLD 
NGESQTKFCGATAKGLSFNSSANEMHVSFSSDFSIQKKGFNASYIRVAVSLRNQKVIL 
PQTSDAYQVSVAKSISIPELSAFTLCFEATKVGHEDSDWTAFSYSNASFTQLLSFGKA 
KSGYFLS I SDSKCLLNNALPVKEKEDI FAESFEQLCLVWNNSLGS IGVNFKRNYETVP 
CDSTISKVIPGNGKLLLGSNQNEIVSLKGDIYNFRLWNFTMNAKILSNLSCNVKGNW 
DWQNDFWN I PNLALKAE SNLSCGSYLIPL PAAELASC ADLGTLC QDG 1 1 YR I SW I QN 
ILRHPEVKVQSKVAEWLNSTFQNWNYTVTVVNISFHLGAGEDKIKVKRSLEDEPRLVL 
WALLVYNATNNTNLEGKI IQQKLLKNNESLDEGLRLHTVNVRQLGHCLAMEEPKGYYW 
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PSIQPSEYVLPCPDKPGFSASRICFYNATNTSVAYWGPPDISNCSREANEVANQILNL 
TSDGQTLNSANITS IVEQVKRI VNKEENIDITLGSTLMNI FSNI LTS PDSDLLES S SE 
ALKTIDELAFKIDLSSTSHVNITTRNLALGVSSLSPETNEISNFSIGLPSNNESYFQM 
DFESGQMDPLASVILPPNLLENLSEEDSVLVKRAQFTFFNKTGLFQDVETQKGTLVSY 
VMACSIGNITIRDLKDPVRIKIKHTTTQAVPHPICAFWDLNKNEGSGFWNTSGCDAHR 
DSDTNQTICLCNHLTHFGVLMDLPRTASQLDAKNTKVLTFITYIGCGISAIFSAATLL 
TWAFEKLRRDYPSKILMNLSTALLFLNLIFLLDGWITSFNVDGLCTAVAALLHFFLL 
ATFTWMGLEAIHMYIALVKVFNTYIRRYILKFCILGWGLPALWSIVLASRNQNEVYG 
KESYGKEQGDEFCWIQDPVIFYVTCAGYFGVMFFLNIAMFIWMVQICGRNGKRSNRT 
LREEVLRNLRS WSLTFLLGMTWGFAFFAWGPLNI PFMYLFS I FNSLQGLFI F I FHCA 
MKENVQKQWRRHLCCGRFRLADNSDWSKTATNIIKKSSDNLGKSLSSSSIGSNSTYLT 
SKSKSSSTTYFKRNSHTDSASMDKSLSKLAHADGDQTSIIPVHQVIDKVKGYCNAHSD 
NFYKNI IMSDTFSHSTKF " 

BASE COUNT 1310 a 1030 c 957 g 1253 t 

ORIGIN 

1 gcgtcgacgg gggacccaag tacctagggt ggtggccgag tcccgcctcc cgccagcggg 
61 ggcgaggacc tgcgacgcgc acccctgcct ggcccggtct cctcagcacc agccccacgc 
121 acaccctact tcctcagctt ctcgccctca ccctgccaac ttccctgcga ggagggacct 
181 gccgccagcc tgcttcctcg tccgcaggcc ctgcgctgaa cgctgccgcg cccagggttc 
241 accttgcgcc gtcgggaaag cccatgaact ctccagaaac ggcgtaaagg agggtcccgc 
301 cgcggcgcag ggctggggcg cctgggttcc ccctgggtgg agcagcggca gcagagcggg 
361 aaagtggtgg aggatgatct tgcggccaaa ggggacctcg gcgcagtaat gtcaacatga 
421 tgtttcgctc agatcgaatg tggagctgcc attggaaatg gaagcccagt cctctcctgt 
481 tcttatttgc tttatatatc atgtgtgttc ctcactcagt gtggggatgt gccaactgcc 
541 gagtggtttt gtccaaccct tctgggacct ttacttctcc atgctaccct aacgactacc 
601 caaacagcca ggcttgcatg tggacgctcc gagcgcccac cggttatatc attcagataa 
661 catttaacga ctttgacatt gaagaagctc ccaattgcat ttatgactca ttatcccttg 
721 ataatggaga gagccagact aaattttgtg gagcaactgc caaaggccta tcatttaact 
781 caagtgcgaa tgagatgcat gtgtcctttt caagtgactt tagcatccag aagaaaggtt 
841 tcaatgccag ctacatcaga gttgccgtgt ccttaaggaa tcaaaaggtc attttacccc 
901 agacatcaga tgcttaccag gtatctgttg caaaaagcat ctctattcca gagctcagtg 
961 ctttcacact ctgctttgaa gcaaccaaag ttggccatga agacagtgat tggacagctt 
1021 tctcctactc aaatgcatcc ttcacacaat tgctcagttt tggaaaggcc aagagtggct 
1081 actttctatc catttctgat tcaaaatgtt tgttgaataa tgcattacct gtcaaagaaa 
1141 aagaagacat ttttgcagaa agctttgaac agctctgcct tgtttggaat aattctttgg 
1201 gctctattgg tgtaaatttc aaaagaaact atgaaacagt tccatgtgat tctaccatta 
1261 gtaaagttat tcctgggaat gggaagttgt tgttgggctc caatcaaaat gaaattgtct 
1321 ctctaaaagg ggacatttat aactttcgac tttggaattt taccatgaat gccaaaatcc 
1381 tctccaacct cagctgtaat gtgaaaggga atgtagtcga ctggcaaaat gacttctgga 
1441 atatcccaaa cctagctctg aaagctgaaa gcaacctaag ctgtggttcc tacctgatcc 
1501 cgctcccagc agcagaactg gccagctgtg cagacctggg gaccctctgt caagatggaa 
1561 ttatctatag aatatccgta gtgattcaga acatccttcg tcaccctgag gtaaaagtac 
1621 agagcaaggt ggcagaatgg ctcaattcaa ccttccaaaa ttggaactac acggtttatg 
1681 tcgttaatat cagttttcac ctgggtgctg gagaggacaa gattaaagtc aagagaagcc 
1741 ttgaggatga gccaaggttg gtgctttggg cccttctagt ttacaatgct accaacaata 
1801 ctaatttaga aggaaaaatc attcagcaga agctcctaaa aaataatgag tccctggatg 
1861 aaggcttgag gctacataca gtgaatgtga gacaactggg tcattgtctt gccatggagg 
1921 aacccaaagg ctactactgg ccatctatcc aaccttctga atacgttctt ccttgtccag 
1981 acaagcctgg cttttctgct tctcggatat gtttttacaa tgctactaat acatctgtag 
2041 cctactgggg gcctcctgat atttccaatt gctcaaggga agcaaatgaa gttgccaatc 
2101 agattttaaa tttaaccagt gatgggcaga cattaaactc agccaatatt accagcatcg 
2161 tagaacaggt caaaaggatt gtaaataaag aggaaaacat tgatataaca cttggttcaa 
2221 ctttaatgaa tatattttct aatatcctaa ccagtccaga cagtgacttg cttgagtctt 
2281 cttctgaagc tttaaaaacg attgatgaat tggccttcaa gatagacctc agtagcacat 
2341 cacatgtaaa tatcacaact cggaatctgg ctcttggtgt ttcatccctg tccccagaaa 
2401 ccaatgaaat ttcaaatttt agcatcggtc ttccaagcaa taatgaatcc tacttccaga 
2461 tggattttga aagtggacaa atggatccat tggcttccgt aattttgcct ccaaacttac 
2521 ttgagaactt aagtgaggaa gattctgtat tagttaaaag agcacaattt actttcttca 
2581 ataaaaccgg acttttccag gatgtagaaa cccagaaagg caccttagtg agttacgtga 
2641 tggcatgcag tattggaaac attaccatcc gggatctgaa ggatcctgtt cgaattaaaa 
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2701 tcaaacatac aacaactcag gcagtacctc atcccatctg tgccttctgg gatctgaaca 
2761 aaaacgaagg ttcgggattt tggaacacat caggatgtga cgcacacaga gattcagaca 
2821 caaaccagac gatctgcctg tgtaaccacc tcacacactt tggcgttctc atggaccttc 
2881 caagaaccgc ctcacagtta gatgcaaaaa acactaaagt tctcaccttc atcacctata 
2941 ttggttgcgg aatatctgct attttttcag cagctactct cctgacatat gttgcttttg 
3001 agaaattgcg aagggattat ccctccaaaa tcttgatgaa cctgagcaca gccctgctgt 
3061 tcctaaatct catcttcctc ctggatggct ggatcacctc cttcaatgtg gatggactct 
3121 gcaccgccgt tgcagccctg ctgcatttct tccttctggc aacctttacc tggatggggc 
3181 tagaagcaat tcacatgtac atcgctctgg ttaaagtttt taacacttac attcgccgat 
3241 acatactgaa attctgcatc cttggctggg gtctgcctgc cttagttgtg tccattgttc 
3301 tagcgagcag aaaccaaaat gaagtctatg gaaaagagag ttatggaaaa gaacaaggtg 
3361 atgaattctg ttggattcaa gatccagtca tattttatgt gacctgtgct gggtattttg 
3421 gagtcatgtt ttttctgaac attgccatgt tcattgtggt aatggtgcag atctgtggga 
3481 ggaatggcaa gagaagcaac cggaccctga gagaagaagt gttaaggaac ctgcgcagtg 
3541 tggttagctt gacctttctg ttgggcatga catggggttt tgcattcttt gcctggggac 
3601 ccttaaatat ccccttcatg tacctcttct ccatcttcaa ttcattacaa ggcttattta 
3661 tattcatctt ccactgtgct atgaaggaga atgttcagaa gcagtggcgg cggcatctct 
3721 gctgtggtag atttcggtta gcagataact cagattggag taagacagct accaatatca 
3781 tcaagaaaag ttctgataat ctaggaaaat ctttgtcttc aagctccatt ggttccaact 
3841 caacctatct tacatccaaa tctaaatcca gctctaccac ctatttcaaa aggaatagcc 
3901 acacagacag tgcttccatg gacaagtcct tgtcaaaact ggcccatgct gatggagatc 
3961 aaacatcaat catccctgtc catcaggtca ttgataaggt caagggttat tgcaatgctc 
4021 attcagacaa cttctataaa aatattatca tgtcagacac cttcagccac agcacaaagt 
4081 tttaatgtct ttaagaaaaa gaaatcaatc tgcagaaatg tgaagatttg caagcagtgt 
4141 aaactgcaac tagtgatgta aatgtgctat tacctaggta actgcatata tataaggaat 
4201 gtattttgtt aagaaggctt ttgtgaaatt cagaattttt ctttttaata tatttcttcc 
4261 atggaagagt tgtcatcact aaaacttcag tactgagagt aacatgactc agtagccaca 
4321 gaagctatga tttgtaaaat atataattga atcagagtaa tcataatgca ggggagacat 
4381 tcaaattaga gacaagggag aagcaatgct gaggaagacc ctagatagag ctcattttac 
4441 tccacctaat cgttatatct ggatataccc attttctgca tcttctttct caacaataaa 
4501 aaatgtaact attttgaatg ccgaaaaaaa aaaaaaaaaa aaaaaaaaaa 
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